Supplementary Figure S1. Principal components plot for all samples. Cases are denoted with
asterisks and controls with open circles. All samples are of European ancestry, and there are
overlapping but identifiable clusters for each dataset. Finland is, per expectations of European
ancestry populations, the most distinct among these samples.
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Supplementary Figure S2. QQ plot of 10,641,224 variants with MAF>1% and imputation
quality (INFQO)>0.6. 15,043,779 total variants, lambda=1.080, lambda;yoy=1.008.
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Supplementary Figure S3. Forest plot for top SNP rs4622308. The top SNP is a T/C variant
on chromosome 12, position 56,469,185. The Q and I? statistics both indicate lack of
heterogeneity across studies for this variant (Q=12.58, p=.32, I’=12.59) (see Higgins et al.,

2003).
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Abbreviations: ngt=number genotyped, info=imputation quality score, f ca(n)=frequency for
allele 1 in cases with number of cases in parentheses, f co(n)=frequency for allele 1 in controls
with number of controls in parentheses, In(OR)=natural logarithm of odds ratio,
STDerr=standard error.

Figure reference:
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inconsistency in meta-analyses. BMJ : British Medical Journal, 327(7414), 557-560.



Supplementary Figure S4. Results for top locus before and after conditioning on
individuals’ dosage data at top SNP rs4622308 are consistent with the existence of only one
signal at this locus. A. Before conditioning (i.e., original analysis). B. After conditioning.
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Supplementary Figure S5. Area plot for top locus with other phenotypic associations in the
region. The top SNP rs4622308 is located near phenotypic associations to numerous immune-
related traits.
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Supplementary Figure S6. Area plots for second, third, and fourth best loci. A) Second
locus with top SNP rs200312312, B) Third locus with top SNP rs117957029, C) Fourth locus
with top SNP rs11174202.
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C) rs11174202 p=3.11e-7, OR=.86, MAF=.45, INFO=.97, Q=8.45, het-p=.67, I’=-30.19
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p=p-value, OR=0dds ratio, MAF=minor allele frequency, INFO=imputation quality score, Q=
heterogeneity statistic, het-p=p-value for heterogeneity statistic Q, I"=heterogeneity statistic (see
Higgins et al., 2003).



Supplementary Figure S7. Gene expression of the genes in the rs4622308 region in mouse
hypothalamus from fasted and refed C57BL/6J mice (N=5-7 for each gene). Normalized
gene expression with standard errors are shown. No changes reached significance.
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Supplementary Figure S8. Genome-wide common variant SNP heritability estimate (h2y )
for AN is comparable to that of other psychiatric disorders.
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LDSC=Linkage disequilibrium score regression, PGC-AN=Psychiatric Genomics Consortium-Anorexia
Nervosa group, Cl=confidence interval, SCZ=schizophrenia, BIP=>bipolar disorder, MDD=major
depressive disorder, ASD=autism spectrum disorder, ADHD=attention deficit hyperactivity disorder.
Error bars show £1.96xSE.



